.0 ' . 
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5' 


GGT GGC GAC GAC TCC TGG AGC CCG 3' 


SEQ ID NO:6 


5' 


TTG AC A CCA GAC CAA CTG GTA ATG 3' 


SEQ ID NO:7 


5' 


GAC CGC GAT GAT GTG GCT TTG AAG AAC 3' 


SEQIDN08 


5' 


GAT AGG ATC TTT AGC GAC AGC CGA 3' 


SEQ ID NO:9 


5' 


ATG GCG GCC TCT GAG TCC TGG TGG 3' 


SEQ ID NO: 10 


5' 


CGG GCT GAA TGC AAT GGA GTG TGC 3' 


SEQ ID NO: 11 


5' 


GAC CCC CAT TTG TGT GAC 3' 


SEQ ID NO: 12 


5' 


CGA CGA CTC CTG GAG CCC G 3' 


SEQ ID NO: 13 


5' 


Biotin-TTG AC A CCA GAC CAA CTC GTA ATG 3' 


SEQ ID NO: 14 


5' 


AGC CGA CAG CGA TTT CTA GGA TAG 3' 


SEQ ID NO: 15 


5' 


GTT CTT CAA AGC CAC ATC ATC GCG GTC 3' 


SEQ ID NO: 16 


5' 


GCT TTC ATT ATC ACT GTC TCC CAG GGT G 3' 


SEQ ID NO : 17 


5' 


CAG ACG TTC TTC GCC GAG AGT CGT 3' 


SEQ ID NO: 18 


5' 


CAG ACG TTC TTC GCC GAG AGT CGT CGG 3' 


SEQ ID NO : 19 


5' 


CAT TTC GGG GAT TCG GGG GA 3' 


SEQ ID NO: 20 


5' 


GGG GGA CGG AAC CCG GCG CT 3' 


SEQ ID NO:21 


5' 


CCC TCT ACA CTT ATC ATC TTC 3' 


SEQ ID NO: 22 


5' 


CTA TCC TAG AAA TCG CTG TCG GCT 3 ' 


SEQ ED NO: 23 


5' 


GTC ACT ACT GGA ATT CCC TTC TCC 3' 


SEQ ID NO:24 


5' 


GGA GAA GGG AAT TCC AGT AGT GAC 3' 


SEQ ID NO:25 


5' 


GGA AAT CGC TGT CGC CTA ACC 3' 


SEQ ID NO:26 


5' 


GGT TAG GCG ACA GCG ATT TCC 3' 


SEQ ID NO: 27 


5' 


GGC CAC GCG TCG ACT AGT AC 3' 


SEQ ID NO:28 


5' 


GTA ATG CAC ACTCCA TTG GC 3' 


SEQ ID NO: 29 


5' 


GTA ATG CAC ACT CCA TTG 3' 


SEQIDNO:30 


5' 


GCG CTC AGC TGG AAT TCC 3 ' 


SEQ ID NO 31 


5' 


GGA ATT CCA GCT GAG CGC 3' 


SEQ ID NO:32 


5' 


GTG GGA TCC CCA TGA CGA CCG CGT CCA CC 3' 


SEQIDN033 


5' 


GAC TCG AGT TAA GCC GAC AGC GAT TTC 3' 


SEQ ID NO:34 


5' 


GAC TCG AGT CAG GGT GAC CGA AAA ATC AG 3' 


SEQIDNO:35 


5' 


CCC GCT CGA GTC AGG GTG ACC GAA AAA TCA G 3' 


SEQIDN036 



Please replace the two paragraphs beginning at line 6 
on page 16 and ending at line 13 of page 16 with the following 
rewritten paragraphs: 
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--Fig. 1 shows the nucleic acid sequence (SEQ ID N0:1) 
of clone T16 isolated from T47D breast cancer cDNA library. 
Initiation and termination codons of the open reading frame are 
indicated by dark bars; 

Fig. 2A shows a comparison of the nucleic acid 
sequences (upper sequence) (SEQ ID NO : 2 ) of clone 4.7 isolated 
from a placenta cDNA library exhibiting normal human FTH, and the 
sequences (lower sequence.) of clone T16 (SEQ ID N0:1) isolated 
from human breast cancer T47D cDNA library. Initiation and 
termination codons of the open reading frame are marked by dark 
boxes ; -- 

Please replace the three paragraphs beginning at line 
17 of page 16 and ending at line 25 of page 16 with the following 
rewritten paragraphs: 

--Fig. 3 shows a comparison of sequence homology 
between cDNA clone T16 (residues 463-671 of SEQ ID N0:1) and 
human mitochondrial* cytochrone oxidase I DNA (SEQ ID NO: 3); 

Fig. 4 shows a comparison of nucleic acid sequences 
between placental cDNA obtained by PCR amplification using T16 
specific primers (upper sequence) (residues 24-822 of SEQ ID 
N0:1) and T16 cDNA sequence obtained from the T16 cDNA clone 
(lower sequence) (SEQ ID NO : 4 ) . Identical nucleic acid sequences 
are indicated by a dotted line. Initiation and termination codons 
are indicated by a dark bar; 

Fig. 5 shows the nucleic acid sequence and deduced 
amino acid sequence (SEQ ID NO: 5) of the cDNA of 0FF1;-- 
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Please replace the two paragraphs beginning at line 4 
of page 17 and ending at line 6 of page 17 with the following 
rewritten paragraphs : 

--Fig. 7 shows the sequence of clone T16 (SEQ ID N0:1) 
Primers used for PCR are indicated in the above sequence; 

Fig. 8 shows the restriction enzyme map sequence of 
clone T16 (SEQ ID N0:1); — 
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Please replace Table 1 on page 19 with the following 
rewritten Table 1 : 

Table 1 
List of Primers 





Name 


fflYilx 


Sequence 


CCA TT^ 

bbQ ID 

\TA. 








1 uour 


Z4 


3 


uu 1 vjUC uAL uAL 1 tt 1 CrCr ACrC CCCr d 


D 


O /o 






1 (\f. 1 p 
1UO llv 


04 
Z4 


3 


1 lu ALA CCA CrAC CAA ClLrCrlAAlCr 5 


/ 


/l ^ QAO/ 

43.5Uyo 






1 /F 


OO 
Z / 


c/ 


vjAC CUC CrA 1 CrA 1 Cr 1 Cr CrC 1 1 1 Cr AAu AAC ~> 


o 
O 


3Z /o 


Z /olo 






Z4 


c/ 


uA 1 Auu A 1 C 111 A CrC CrAC ALrC CCrA 5 


Q 


cno/ 
jU/o 


o/i oon 
Z4ooU 




Y 1 IP 

A. 1 . 1 Jv 


Z4 


c ^ 


A 1 Kj CrCCr CCC 1 C 1 LrACr 1 CC 1 (jvj 1 CtCj 3 


1 u 


O / /o 






0 1 T7 

Z.lr 


04 
Z4 




CCCr uL 1 LrAA 1 vjC AA 1 CrOA Cr 1 Cr 1 CjC 3 


l i 


coo/ 

JO/O 






^ ZIP 1 
J .41* 


1 ft 
1 o 


C/ 

J 


CrAC CCC CA1 1 1 Cr lCrl CrAC d 


1 o 
1Z 


J D . J V /O 










c f 


CCrA CCrA C 1 C C 1 \j LrACr CCC Cr 3' 


1 1 

1 D 


ni oao/ 
15.1 Uyo 






iuo ir/rsio 


O/l 


c / 

3' 


rJiotin- 1 1 Cr ACA CCA CrAC CAA C1C CrlAAlCr 3 


1 A 

14 


43.0 Uyo 






1 A V 1 1? 

loyL. llv 


O/t 
Z4 


3' 


ACC CCrA CACr CCrA 1 1 T C TA CrCrA TACj 3' 


1 J 


cno/ 
3U% 


Z48 /y 


.ssst 


1 / Iv 


z / 




Cr 1 1 C 1 1 CAA ACjC CAC A 1 C A 1 C CrCCr Cr TC 3' 


16 


coo/ 
3 2% 


27385 




3'CUD K 


Zo 


c t 
3' 


CrC 1 11CA11A1C AC 1 Cjl C 1 CC CACr CrCrl Cr 3' 


17 


c no/ 

50% 


28313 


1 =J 


j JNCr 


O/l 

Z4 


3 


CALr ACLr 1 1 C 1 1 C CrCC CrACr ACrT CCrT 3' 


1 o 

18 


coo/ 

58% 


O /I OTA 

24870 


=s=r 


4ot>y 


OO 
Z / 


y 


CACj ACCr 11C 1 1 C CjCC CrACr ACrl CCrT CCrCr 3 f 


19 


63% 






InfLj 


ZU 


3 


CA 1 11C CjCjCj CrAT TCO CrOCr OA 3' 


ZU 


60% 






iNrvxr-Z 


ZU 


3 


uuu UuA LvjU AAL LLu uLu Li J 


Z 1 


80% 


201880 




/o / -r 


O 1 

Zl 


5' 


CCC TCT ACA CTT ATC ATC TTC 3' 


22 


43% 


21 1616 






04 


5' 


CTA TCC TAG AAA TCG CTG TCG GCT 3' 




jU/o 


O/l 1 1 OQ 
Z4 1 1 /J 




ECO-F 


24 


5' 


GTC ACT ACT GGA ATT CCC TTC TCC 3' 


24 


50% 


24960 




ECO-R 


24 


5' 


GGA GAA GGG AAT TCC AGT AGT GAC 3' 


25 


50% 


24961 




SPF 


21 


5' 


GGA AAT CGC TGT CGC CTA ACC 3' 


26 


57% 


211667 




SPR 


21 


5' 


GGT TAG GCG ACA GCG ATT TCC 3' 


27 


57% 


211668 




AUAP 


20 


5' 


GGC CAC GCG TCG ACT AGT AC 3' 


28 


65% 


202738 




NC-F 


20 


5' 


GTA ATG CAC ACTCCA TTG GC 3' 


29 


50% 


203814 




SNC-F 


18 


5' 


GTA ATG CAC ACT CCA TTG 3' 


30 


44% 


181897 




BNC-F 


18 


5' 


GCG CTC AGC TGG AAT TCC 3' 


31 


55.50% 


181898 




BNC-R 


18 


5' 


GGA ATT CCA GCT GAG CGC 3' 


32 


61.10% 


181905 




pGEX-F 


29 


5' 


GTG GGA TCC CCA TGA CGA CCG CGT CCA CC3' 


33 


67% 


29391 




pGEX-Rl 


27 


5' 


GAC TCG AGT TAA GCC GAC AGC GAT TTC 3' 


34 


51.85% 


27578 




pGEX-R2 


29 


5' 


GAC TCG AGT CAG GGT GAC CGA AAA ATC AG 3' 


35 


51.70% 


29396 




pGEX-R3 


31 


5' 


CCCGCTCGAGTCAGGGTGACCGAAAAATCAG 3' 


36 


58% 


31277 
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Please replace the paragraph beginning at line 6 on 
page 27 with the following rewritten paragraph: 

--The expression vector (pGEX-5X-l) used for gene 
fusion construction was the GST Gene Fusion System 
(Pharmacia) . The 0FF1 coding region (designated as "FL", full- 
length) of about 0.5 kb was prepared by PCR with the following 
5' end primer: 

5' GT GGGATCC CCATGACGACCGCGTCCA (1-27 of SEQ ID NO:33), in order 
BamHI 

to add a BamHI site 1 base upstream from the start codon ATG 
and with the 3' end primer 

5' CCCG CTCGAG TCA GGG TGA CCG AAA AAT CAG 3' (SEQ ID NO: 36) in 
Xhol 

order to add an Xhol site after the stop codon TAA using the 
PCR kit (Perkin-Elmer/Centus) . -- 

IN THE DRAWINGS 

Attached hereto are copies of Figures 1, 2A, 5, , 7 
and 8 with proposed revisions marked in red. Approval of 
these revisions is respectfully requested. 

IN THE SEQUENCE LISTING 

Please substitute the attached Sequence Listing, 
numbered as pages 1-8 for the Sequence Listing previously 
submitted . 
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